NAC [no apical meristem (NAM), Arabidopsis thaliana transcription activation factor [ATAF1/2] and cupshaped cotyledon (CUC2)] proteins belong to one of the largest plant-specific transcription factor (TF) families and play important roles in plant development processes, response to biotic and abiotic cues and hormone signalling. Our genome-wide analysis identified 110 StNAC genes in potato encoding for 136 proteins, including 14 membrane-bound TFs. The physical map positions of StNAC genes on 12 potato chromosomes were non-random, and 40 genes were found to be distributed in 16 clusters. The StNAC proteins were phylogenetically clustered into 12 subgroups. Phylogenetic analysis of StNACs along with their Arabidopsis and rice counterparts divided these proteins into 18 subgroups. Our comparative analysis has also identified 36 putative TNAC proteins, which appear to be restricted to Solanaceae family. In silico expression analysis, using Illumina RNA-seq transcriptome data, revealed tissue-specific, biotic, abiotic stress and hormone-responsive expression profile of StNAC genes. Several StNAC genes, including StNAC072 and StNAC101that are orthologs of known stress-responsive Arabidopsis RESPONSIVE TO DEHYDRATION 26 (RD26) were identified as highly abiotic stress responsive. Quantitative real-time polymerase chain reaction analysis largely corroborated the expression profile of StNAC genes as revealed by the RNA-seq data. Taken together, this analysis indicates towards putative functions of several StNAC TFs, which will provide blue-print for their functional characterization and utilization in potato improvement.
Introduction
Potato (Solanum tuberosum L.) is the most important non-grain food crop and is central to global food security. Considering its importance, much research on potato has been carried out during last decades. However, the fact remains that the global average yield of potato (15 tons/ha) is far below its yield potential (120 tons/ha), primarily due to various biotic and abiotic stresses. 1 High and low temperatures, salinity and drought are the majorabiotic stress factors limiting growth and productivity of the potato crop. 2, 3 Among biotic stresses, oomycete Phytophthora infestans that cause late blight is the most devastating disease of the potato with potential of causing 40-50% yield loss. 4 Thus, improved tolerance of potato to these stresses may significantly increase the potato production. Tolerance or susceptibility against these stresses is governed by plant's ability to express a set of genes whose expression is often regulated by specific transcription factors (TFs).
The NAC [no apical meristem (NAM), Arabidopsis thaliana transcription activation factor [ATAF1/2] and cup shaped cotyledon (CUC2)] TFs were originally identified from consensus sequences from petunia NAM, Arabidopsis thaliana ATAF1 and 2 and CUC2. 5 The NAC family is one of the largest plant-specific TF families, represented by 117 genes in Arabidopsis and 151 in rice, 6 163 in poplar, 7 152 each in soybean 8 and tobacco 9 and 74 in grape. 10 NAC proteins regulate a variety of plant developmental processes, such as the development of shoot apical meristem, 11, 12 lateral root development, 13 embryonic and floral development, 12, 14 stress-induced flowering, 15, 16 leaf senescence, 17 regulation of cell cycle, 18, 19 hormone signalling 13, 18, 20, 21 and grain nutrient remobilization. 22 Some NAC proteins also regulate plant stress responses, including both biotic and abiotic. 23, 24 The Arabidopsis RESPONSIVE TO DEHYDRATION 26 (RD26) cDNA was first identified as dehydration responsive gene 25 that was later shown to encode a NAC TF and functions in a novel abscisic acid (ABA)-dependent stress-signalling pathway. 20 Using yeast one hybrid, three Arabidopsis NAC proteins (ANAC019, ANAC055 and ANAC072/RD26) were identified, and overexpression of either of these genes significantly improved drought tolerance of transgenic plants. 26 Similarly, overexpression of various NAC genes in transgenic rice conferred improved tolerance against abiotic stresses.
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As far as crops are concerned, most of the studies reporting the overexpression of NAC genes are limited to rice except, by Xue et al. 33 who have overexpressed a wheat NAC gene, TaNAC69 in transgenic wheat that resulted in improved dehydration tolerance. Thus, it is important to identify and functionally characterize NAC TF families from economically important crop plants and to use functional NAC genes for generating these crops with improved stresstolerance. The NAC proteins also regulate plant response against various biotic cues, including viral, 34 bacterial and fungal pathogens. 35 Typically, NAC proteins posses a conserved N-terminal DNA-binding NAC domain, which is divided into five subdomains (A -E), while C-terminal region is highly diversified and contains a transcriptional regulatory domain (TRD). 36 Some NAC proteins, referred as NTL (NAC with Transmembrane Motif 1-like), also contain transmembrane motifs (TMs) at their C-terminal end. 37, 38 Crystal structure of the NAC domain of Arabidopsis ANAC019 39 and rice SNAC1 40 revealed the presence of a novel TF fold consisting of a twisted anti-parallel b-sheet. Recently, a new subfamily of NAC family, called TNAC, was identified in tobacco, which seemed to be restricted to Solanaceae family. 9 The NAC domain of TNACs lacks the LPPG and YPNG motifs that are conserved in NAC family members, whereas the conserved D/EEE motif found in other NACs is replaced by D/ExE in TNACs. 9 The recent completion of genome sequencing of the potato by the potato genome sequencing consortium (PGSC) 41 provides opportunities to identify protein families at genome-wide level, to analyse them and to utilize the potential genes for potato improvement. Recently, Jupe et al. 42 have identified 438 NB-LRR genes containing nucleotide-binding (NB) and leucine rich repeat (LRR) domain in the potato genome. Similarly in a separate report, 435 NBS-encoding R genes were identified in the potato genome. 43 NAC TFs have not been studied in the potato, except by Collinge and Boller, 44 who found that a potato NAC gene, StNAC, was rapidly and strongly induced after wounding, while under P. infestans infection its transcript was detected only at 48 h. However, precise function of this StNAC remains to be elucidated.
Given the critical roles played by NAC TFs in plants, we have identified a NAC TF family in the potato genome, provided nomenclature, performed phylogenetic analysis, mapped genes onto the 12 potato chromosomes, identified membrane-bound proteins and carried out expression analysis under various developmental stages, biotic and abiotic stresses and hormone treatments. In future, this study will provide leads to functionally characterize potato NAC TFs, to utilize them for potato improvement and also to identify and characterize NAC TFs in other Solanum species.
Materials and methods

Identification of NAC gene family in potato
All the files related to potato genome sequence data used for the identification and annotation of NAC proteins were downloaded from the PGSC data sharing site (http://www.potatogenome.net/index.php/Main_ Page). The Hidden Markov Model (HMM) profile of the NAM domain (PF02365) retrieved from Pfam 26.0 (http://Pfam.sanger.ac.uk/) was exploited to identify the putative NAC proteins in S. tuberosum group Phureja DM 1-3 516 R44 (DM) protein (v3.4) database using HMM search, with an expected value (e-value) cutoff of 1.0. The sequences of all identified DM protein (DMP) models were subjected to Pfam analysis to confirm the presence of NAM domain, with an e-value cut-off of 1e23. Keyword searches in NCBI (http:// www.ncbi.nlm.nih.gov/), UniProt (www.uniprot.org) and PlantTFDB v2.0 (http://planttfdb.cbi.edu.cn/) databases were also performed to identify potato NAC proteins. Arabidopsis thaliana orthologs for potato NAC proteins were identified using BLASTp search against Arabidopsis proteins TAIR10 release (http:// www.arabidopsis.org). Prediction of membrane-bound StNAC proteins was performed using the TMHMM server v. 2.0 (http://www.cbs.dtu.dk/services/TMHMM/).
Mapping NAC genes on chromosomes, their
nomenclature and gene duplication The position of each potato NAC gene on potato chromosomes was identified using the potato genome 404
Genome-Wide Profiling of Potato NAC Family [Vol. 20,  browser at the PGSC site. For nomenclature, prefix 'St' for S. tuberosum was added followed by NAC and numbered according to its position from top to bottom on the potato chromosome 1-12. Alternatively, spliced forms were represented by Arabic numbers after '.' sign. To search for potential duplicated potato NAC genes, MCScanX software was used. 45 All 56 218 potato genes were compared against themselves using BLASTp, with criterion of tabular format (-m 8) and e-value of ,1e25. The resulting blast hits were incorporated along with chromosome coordinates of all protein-coding genes as an input for MCScanX and classified into segmental, tandem, proximal and dispersed duplications under default criterion.
Phylogenetic analysis and identification of
conserved motifs Multiple sequence alignment of the full-length protein sequences along with three representative Arabidopsis NAC proteins, ANAC019 (AT1G52890), ANAC055 (AT3G15500) and ANAC072/RD26 (AT4G27410), 26 was performed using CluatalW2 program with default parameters. Phylogenetic tree was plotted using MEGA5.05 software by the Neighbor-joining method with 1000 bootstrap replicates. 46 To study the phylogenetic relationship of potato NAC proteins along with their counterparts in Arabidopsis and rice, full-length NAC protein sequences were retrieved from TAIR10 (http://www.arabidopsis. org) and RGAP7 (http://rice.plantbiology.msu.edu/), respectively, as described. 6 Multiple sequence alignment was performed, and unrooted tree was plotted as described above. The conserved motifs in fulllength NAC proteins were identified using Multiple Expectation Maximization for Motif Elicitation (MEME) program version 4.9.0, with default parameters except the maximum number of motifs to find was set to 10. 47 To predict the secondary structure of potato NAC domain, full-length NAC sequences were aligned along with the known NAC domain structures using Promals3D web program. 48 We considered three known structures of NAC domains obtained from PDB accession number, 1UT4 (A. thaliana), 3SWM (A. thaliana) and 3ULX (Oryza sativa), which have most of the hits of StNAC proteins by BLAST PDB (e-value of ,1e204 and maximum identity of .40%).
Potato RNA-seq data analysis
For expression profiling of potato NAC genes, we utilized the Illumina RNA-seq data that were previously generated by the PGSC 41 and analysed by Massa et al. 49 The RNA-seq data of 40 libraries representing a wide range of developmental stages, abiotic and biotic stress treatments and hormone treatments were generated using Illumina Genome Analyser II platform (Supplementary Table S1 ). 49 Transcript abundance is expressed as fragments per kilobase of exon model per million mapped reads (FPKM) values (Supplementary Table S2 ). Heat maps for only those genes were generated, which have positive FPKM values in at least one or more of the samples. For the developmental stage dataset, FPKM values were log 2 transformed, before generating heat maps. For abiotic, biotic stress and hormone treatments, relative expression ratios were calculated relative to their respective controls. Heat maps were generated and hierarchical clustering done using the Institute for Genomic Research (TIGR) MeV v4.4.1 software package. 50 2.5. Plant material, in vitro culture and stress treatments
The shoot cultures of potato cv Kufri Sutlej, procured from Central Potato Research Institute, Shimla (India), were maintained under in vitro conditions. Potato shoots were inoculated into the Murashige and Skoog 51 (MS) medium through nodal cuttings and incubated under a 16-h photoperiod (70 + 5 mmol m 22 s 21 photosynthetic photon flux density) at 25 + 28C and 50-60% relative humidity. After three weeks, shoots were subjected to NaCl (100 mM), polyethylene glycol 6000 (PEG, 10%), cold (48C), heat (428C), ABA (100 mM) and salicylic acid (SA, 300 mM) treatments for 4 and 24 h. After stipulated time, the plantlets were harvested, frozen in liquid nitrogen and stored at 2808C until used. Shoots grown on MS basal medium at 258C served as control. For the collection of root, stem, old leaf and young leaf samples, in vitro raised plantlets of potato cv. Kufri Sutlej were hardened and grown under contained conditions. Two-month-old plants were uprooted, and samples were harvested and frozen in liquid nitrogen and stored at 2808C until used.
RNA isolation and quantitative real-time PCR
Total RNA was isolated from 100 mg of frozen tissue using iRIS solution following the method as described. 52 First-strand cDNA synthesis was done using RevertAid Table S3) . Reverse primers were designed preferentially from 3 0 -untranslated region wherever possible, because it is generally more unique than coding sequence and closer to the reverse transcriptase (RT) start site. To check the primer specificity, amplicons obtained after PCR were sequenced using the BigDye terminator sequencing kit on an automated DNA sequencer (3730 Âl DNA Analyser, Applied Biosystems, USA). The amplicon sequences are presented in Supplementary To normalize the variance in cDNA input, elongation factor 1-a (ef1a) gene was used as the internal control as suggested earlier. 53 The relative expression ratio of each gene was calculated using the comparative C t value method. 54 3. Results and discussion 3.1. Identification and nomenclature of the NAC family members in potato To identify the putative NAC proteins in potato genome, HMM search was performed using the HMM profile of the NAM domain. This HMM search resulted in identification of 145 protein models (DMPs), which were encoded by 118 gene models (DMGs; Supplementary Table S4 ). Subsequently, all 145 protein sequences were subjected to Pfam analysis, with e-value cut-off of 1e23, which resulted in identification of 136 NAC proteins encoded by 110 genes, because nine DMPs, either with no N-terminal NAM domain or with its e-value of .1e23 were excluded. A keyword search against the NCBI, UniProt and PlantTFDB databases resulted in identification of 12, 7 and 40 previously annotated potato NAC proteins sequences, respectively (Supplementary Table S5 ). A careful analysis confirmed the presence of these proteins in the list of 136 NAC proteins identified through HMM search in potato genome. Hence, we show that potato NAC family is comprised of 136 NAC proteins, which are encoded by 110 genes (Table 1) . Thus, NAC family in the potato is also comprised of .100 genes as reported for Arabidopsis, rice, poplar, soybean, tobacco, maize and grape. 6 -10 The annotations for potato NAC proteins reported in the NCBI and UniProt databases were highly disordered and uninformative (Supplementary Table S5 ). Thus, a uniform nomenclature has been assigned to 136 potato NAC proteins. Potato NAC proteins are designated as StNAC followed by Arabic number 1-110 based on the position of their corresponding genes on chromosomes 1-12 and from top to bottom (Table 1) . Alternatively, spliced proteins are designated by same name by adding Arabic number 1, 2 and so on after '.' sign. Similar criteria have also been adapted for the nomenclature of NAC proteins in soybean 8 and WRKY proteins in maize. 55 Of 110 StNAC genes, 19 ( 17%) undergo alternative splicing (Table 1) . However, in rice, of 151 NAC genes, 15 ( 10%) were reported to produce alternative spliced transcripts. 56 The higher frequency of splicing events in potato NAC family than that of rice is in agreement with the previous reports, where in potato genome 9875 genes (25.3%) have been shown to undergo alternative splicing, 41 whereas in rice genome, 8772 (15.7%) genes undergo alternative splicing. 57 The higher frequency of alternative splicing events in potato NAC family indicates more functional divergence of StNACs than that of rice. The length of StNAC proteins identified in this study ranges from 56 to 901 amino acids (aa) with an average of 312 aa. Whereas, in Populus, the size of NAC proteins ranges from 117 to 718 aa with an average of 342 aa. 7 In potato, the StNAC054 (56 aa) is the smallest StNAC protein, wherein NAM domain appears to be truncated at C-terminal end ( Supplementary Fig.  S1 ). Whereas, StNAC036.1 is the largest StNAC protein (901 aa) and contains two NAM domains. However, the NAM domain at its C-terminal end (StNAC036.1C) appears to be truncated lacking subdomain A and B ( Supplementary Fig. S2 ).
In all StNAC proteins, only NAM domain is present, except in StNAC034, where an additional tyrosine kinase domain (PF07714) is also found. To check whether any NAC protein along with kinase domain is reported from any other organism, extensive BLAST searches of the NCBI database (All GenBank, EMBL, DDBJ and PDB) were performed. Interestingly, no protein was found to have NAM and protein kinase domains together, indicating that potato StNAC034 uniquely possess an additional tyrosine kinase domain. Tyrosine protein kinase catalyses ATP-dependent phosphorylation of the tyrosine residue on target proteins and plays a central role in many signalling pathways in plants. 58 The NAC proteins have been shown to physically interact with protein kinase SnRK1 a-subunits AKIN10 and AKIN11. 59 Thus, tyrosine protein kinase domain in StNAC034 may be responsible for regulating its activity by autophosphorylation. However, experimental evidences are required to establish the precise role of tyrosine kinase domain in the regulation of StNAC034 activity.
Since, Arabidopsis is considered a model plant system for plant biology research, and many of its NAC genes have been functionally characterized, its orthologous NAC proteins to StNACs have been assigned in this study (Table 1) . Interestingly, this analysis has identified StNAC072 and StNAC101 as orthologs of Arabidopsis RD26 with strong e-value support. Previously, RD26 has been shown to be involved in the ABA-dependent stress-signalling pathway. 20 Overexpression of rice OsNAC6, ortholog of Arabidopsis RD26, conferred dehydration and salinity stress tolerance in rice. 28, 29 Thus, functional characterization of these RD26 orthologs will be of immense interest.
Chromosomal distribution and duplication events among StNAC genes
The physical map position of 105 StNAC genes on 12 potato chromosomes was identified. However, five StNAC genes could not be anchored on any of the potato chromosomes. Similarly, out of 438 NB-LRR genes, physical map position for 370 (84%) genes was predicted on potato chromosomes. 42 The 105 members of the StNAC gene family are distributed non-randomly on 12 potato chromosomes (Fig. 1) . Chromosomes 2 and 4 each contains the largest number of StNAC genes comprising 14 members ( 13%), whereas chromosome 9 contains only three members ( 3%; Supplementary Fig. S3 ). Based on the previously defined criteria, 42 16 clusters comprising of 40 StNAC genes distributed on nine potato chromosomes were identified (Fig. 1) . Chromosome 2 contains the maximum number of clusters (3) comprising of nine StNAC genes, whereas chromosomes 1, 5, 8 and 10 each contain single cluster. Genes belonging to a family are often distributed in clusters at certain chromosomal regions. NAC family genes in rice, poplar and soybean were also found to be distributed in clusters. 6 -8 Sequencing and analysis of the potato genome revealed that it has undergone two rounds of wholegenome duplication. 41 Moreover, the large size of StNAC gene family suggests that it has evolved through a large number of duplication events in potato. In whole potato genome, we have identified 12083 (23.47%) genes as tandem and 4253 (8.26%) genes as segmental duplicated (Supplementary Tables S6  and S7) . Among StNAC genes, 20 were found to be segmentally duplicated, which are located on duplicated segments on chromosomes 2, 3, 4, 6, 7, 8, 10, 11 and 12 (Table 1 and Fig. 2) . Maximum five StNACs are located in duplicated segments on each chromosomes 6 and 8, followed by three StNACs on chromosome 3, and two StNACs on chromosome 2. Duplicated segments on chromosome 4, 7, 10, 11 and 12 each contains one StNAC. Interestingly, all the StNAC gene containing chromosomal segments have a StNAC gene in its duplicated segment, suggesting that all the StNAC genes have been retained in potato after segmental duplications. Similarly, 9 NAC genes in rice 6 and 21 NAC genes in grape 10 were found to be segmentally duplicated. In addition, 27, 10 and 46 StNACs were also found to be tandem, proximal and dispersed duplicated, respectively (Table 1) , which might have also contributed to the expansion of the StNAC family. Fig. S1 ). 36 However, of 136, 13 StNACs lack conserve A and/or B subdomains, and four StNACs do not contain conserve C and/or D subdomains. Such NAC proteins may be described as NAC-like proteins similar to the description of these proteins in soybean and rice. 8, 60 All the StNAC proteins, except StNAC054 and StNAC075, contain a conserved nuclear localization signal sequence (NLS) lying within the D subdomain. Phylogenetic tree made from multiple sequence alignment of all 136 StNAC proteins divided them into 12 distinct subgroups (Fig. 3A) . Subgroup V consists of the maximum (25) number of StNAC proteins, while subgroup II, III and IV each contain minimum four StNAC proteins. In similar studies, phylogenetic analysis divided poplar and soybean NACs into 10 and 6 subgroups, respectively. 7, 8 These observations indicate that NAC proteins in potato posses more diversity than poplar and soybean. To further examine the diversity in potato NAC genes, conserved motifs were predicted by using MEME program ( Fig. 3B and Supplementary Fig. S4 ). In general, NAC proteins clustered in same subgroups, share similar motif composition, indicating functional similarities among members of the same subgroup (Fig. 3B) . Interestingly, most of the conserved motifs were found lying within the N-terminal NAC domain, indicating that these motifs may be essential for the function of NAC proteins. While, none of the conserved motifs were found at the diversified C-terminal ends of the NAC proteins. Motifs 2, 5, 1, 3 and 6 representing the subdomains A, B, C, D and E, respectively, were present in most of the StNAC proteins. We have also predicted the secondary structure of conserved motifs corresponding to subdomains A-E covering the whole NAC domain (Supplementary Fig.  S5 ). Previously, it was shown that NAC domain monomer consists of a twisted anti-parallel b-sheet, which packs against an N-terminal a-helix on one side and a short helix on the other side. 39 Similarly in our analysis, a b-sheet in subdomain B was found to be flanked with a a-helix in subdomain A and another a-helix in subdomain B. In total, six b-sheets and two a-helices were predicted, which is in agreement with the previous report. 39 However, in order to gain further insights into the structural features of StNAC domains, three-dimensional structure determination by X-ray crystallography would be required in future.
To examine the phylogenetic relationship of StNAC proteins with dicot (Arabidopsis) and monocot (rice) model plant systems, an unrooted tree was made from the alignments of full-length NAC protein (Fig. 4) . In general, the Arabidopsis, rice and potato NAC proteins were distributed uniformly in all the subgroups. Exceptionally, NAC-d subgroup contains only Arabidopsis and rice NACs, but no potato NAC. Remarkably, NAC-q subgroup contains 36 potato NACs, but no Arabidopsis and rice NAC. This observation suggests that diversification and expansion of StNACs present in the NAC-q subgroup took place after the divergence of potato, Arabidopsis and rice. Previously, tobacco NAC family was shown to contain a Solanaceae-specific novel subfamily, TNAC, that contains approximately 50 TNAC genes. 9 We sought to determine whether these 36 StNACs clustered in the NAC-q subgroup belong to the TNAC subfamily. Multiple sequence alignment of NAC domain sequences of all 136 StNACs along with three representative Arabidopsis NACs (ANAC019, ANAC055 and ANAC072), two tobacco NACs (NCBI accession numbers BAA78417and ADQ08688) and seven tobacco TNACS (NCBI accession numbers ACF19785, ACF19786, ACF19787, ACF19788, ACF19789, ACF19790 and ACF19791) was carried out, and an Figure 4 . Phylogenetic tree of NAC proteins of potato, Arabidopsis and rice. Multiple sequence alignment of full-length NAC proteins was done using ClustalW2, and the phylogenetic tree was constructed using MEGA5.05 by the Neighbor-joining method with 1000 bootstrap replicates. The tree was divided into 18 phylogenetic subgroups, designated as NAC-a to NAC-r. Members of potato, Arabidopsis and rice were denoted by triangle, circle and diamond respectively. Subgroup NAC-q represents the TNAC subgroup, which seems restricted to Solanaceae.
unrooted tree was made. Interestingly, StNACs classified in the NAC-q subgroup, clustered together with tobacco TNACS (Supplementary Fig. S6 ), while rest of the StNACs was clustered separately along with ANACs and tobacco NACs. Thus, we suggest that these 36 StNACs may be designated as TNACs, which were also subdivided into three clades represented by A, B and C as proposed earlier. 9 Our analysis provides further evidence that TNAC subfamily is exclusive to Solanaceae family. However, their functional characterization would be required to ascertain if they play some unique role(s) in plant processes, in which NAC proteins have not been implicated, so far.
Membrane-bound StNAC subfamily
NAC membrane-bound TFs (MTFs) have been implicated in plant response to abiotic stress. 15, 17, 37 Using TMHMM server v. 2.0, we identified 14 ( 10%) StNAC proteins containing a-helical TMs (Fig. 5A and Supplementary Table S8) . Notably, primary transcripts of a large number of StNAC MTF genes (7 of 10) are alternatively spliced, which also code for proteins lacking the TM (Table 1 and Fig. 5A ), suggesting that their activity may also be regulated at protein level through interaction between full-length and the alternatively spliced forms. Similar to Arabidopsis and rice NAC MTFs, 38 all the identified StNAC MTFs also contain single TM at their C-terminal (Fig. 5A) . Recently in soybean, of 152 GmNACs, 11 have been predicted to contain TMs. However, GmNAC013 and GmNAC136 were found to contain two TMs. 8 Previously, 13 members of the Arabidopsis NAC family were predicted to be membrane-associated and named as NTL 1-13 (for NTM1 like). 61 Later, a genome-wide analysis predicted 18 NTLs in Arabidopsis and 5 NTLs (OsNTLs) in rice. 38 However, they have not assigned nomenclature for additional five Arabidopsis NTLs. Thus, to maintain uniformity, numbers from 14 to 18 are assigned to additional NTLs in this study. Phylogenetic analysis of the potato, Arabidopsis and rice NAC MTFs divided them into five clades (Fig. 5B) . Maximum (14) NTLs were clustered together in Clade IV, followed by 7 each in Clades I and II, and 3 each in Clades III and V. In future, functional characterization of StNAC MTFs may identify candidate genes to engineering abiotic stress tolerance in potato and other Solanaceae plants, as well.
Differential expression of StNAC genes in various
tissues/developmental stages To identify overlapping and tissue-specific expression profile of StNAC genes, we utilized transcriptome data derived from Illumina RNA-Seq reads generated by PGSC 41 and analysed by Massa et al. 49 The potato RNAseq data provide the expression of over 22 000 potato (Fig. 6) . Some of the StNACs also exhibit tissue-specific expression, for example, StNAC034 and StNAC075 express only in floral tissues, StNAC002, StNAC025, StNAC087 and StNAC091 in fruit tissues, StNAC073 in stolon/tuber tissues and StNAC082 specifically in root tissue (Fig. 6 ). These observations indicate that various StNACs may be associated with diversified functions similar to their Arabidopsis orthologs, for example, ANAC098 (CUC2; ortholog of StNAC034) regulates gynoecium development 62 and Arabidopsis, vascular-related NAC domain 5 (VND5; ortholog of StNAC082), regulates the differentiation of root protoxylem vessels in co-operation with other VND proteins. 63 The tissue-specific expression profiling of StNACs might enable the combinatorial usage of StNACs in transcriptional regulation of different tissues, whereas ubiquitously expressed StNACs might regulate the transcription of a broad set of genes. For example, a rice NAC gene, OsNAC10 predominantly expressed in roots and panicles and induced by drought, salinity and ABA, when overexpressed with root-specific promoter RCc3, improved root growth, enhanced drought tolerance and increased grain yield significantly under field drought conditions. 31 3.6. Differential expression of StNAC genes during abiotic and biotic stresses Several NAC proteins have been shown to play important roles in biotic and abiotic stress responses in plants. 23, 24 A microarray analysis in rice revealed induction of 46 NAC genes under abiotic and 26 by biotic stress. 6 Thus, to identify the stress-responsive StNAC genes, we performed comprehensive expression profiling of StNAC genes using the Illumina RNA-Seq data. Abiotic stress treatments (24 h treatment of in vitro grown whole plants) include salt (150 mM NaCl), mannitol (260 mM) and heat (358C). Relative transcript abundance for each treatment was calculated with respect to their respective controls.
Under abiotic stresstreatments, 48 StNAC genes express in one or more of the conditions. Of these 48 StNACs, StNAC017, StNAC030, StNAC086 and StNAC097 were found to be induced under all the three stresses, namely salt, mannitol and heat treatments (Fig. 7A) . Previously, overexpression of multiple stress-responsive NAC genes, such as OsNAC6, ONAC063, ONAC045 and SNAC2, conferred multiple abiotic stresses in transgenic plants. 28 -30 Some of the StNACs also exhibit induction under specific stress conditions, for example, StNAC024, StNAC067 and StNAC108 were induced specifically under salt stress, while StNAC053 and StNAC080 induced only under mannitol treatment and StNAC071 and StNAC085 induced under heat stress only (Fig. 7A) . Interestingly, expression of Arabidopsis RD26 orthologs, StNAC072 and StNAC101, was highly induced by salt, mannitol and ABA treatments ( Fig. 7A and C) . Previously, expression of RD26 was found to be induced by dehydration and ABA and its overexpression conferred hypersensitivity to ABA in transgenic Arabidopsis, while RD26 repressed plants were insensitive. 20 Overexpression of multiple stress-responsive rice NAC gene, OsNAC6 having high sequence similarity with Arabidopsis RD26, conferred dehydration and salinity stress tolerance in rice. 28, 29 Functional characterization of RD26 orthologs identified in this study may provide opportunities to develop abiotic stress tolerant transgenic potato and other Solanaceae crops.
The biotic stress treatments ( pooled samples at 24 h, 36 h, 72 h) include induction with P. infestans inoculum (Pi isolate US8:Pi02-007) and two chemical elicitors, acibenzolar-s-methyl (BTH, 100 mg/ml) and DL-b-amino-n-butyric acid (BABA, 2 mg/ml), using detached leaves and wounded leaves to mimic herbivory. A total of 44 StNACs were found to be expressed in one or more of the biotic stress conditions (Fig. 7B) . Interestingly, StNAC005 was found to be induced under all the biotic stress conditions, except BABA treatment. Previously, its Arabidopsis ortholog, ANAC104 (AT5G64530.1; Table 1 ) was shown to be highly induced in Arabidopsis, challenged with plant pathogen Pseudomonas syringae pv. tomato DC3000 and human pathogen Escherichia coli O157:H7. 64 StNAC004 was also induced under P. infestans infection and wounding, but downregulated under BABA treatment. Expression of StNAC018, StNAC048 and StNAC081 was induced only under P. infestans infection (Fig. 7B) . Expression of StNAC051 was induced only under wounding stress. Previously, NAC proteins were shown to positively regulate defence response by activating pathogenesisrelated genes, which in turn induce hypersensitive response and cell death at the site of infection. 21 In contrast, NAC proteins have also been shown to negatively regulate defence response by suppressing defencerelated gene expression. 35 In future, it would be interesting to functionally characterize these biotic stress-responsive StNAC genes and to classify them as positive and negative regulators of pathogen defence response, especially against P. infestans infection.
Differential expression of StNAC genes during
hormone treatments NAC proteins have been shown to regulate a variety of plant processes by mediating hormone signalling. Thus, to identify hormone-responsive StNAC genes, we analysed the Illumina RNA-seq data, which include indole-3-acetic acid (IAA, 10 mM), 6-benzylaminopurine (BAP, 10 mM), gibberellic acid (GA 3 , 50 mM) and ABA (50 mM) treatment to in vitro grown whole plants for 24 h. 49 Of 110 StNAC genes, 45 express under one or more of the hormone treatments (Fig. 7C) . Interestingly, expression of StNAC090 was induced under all the phytohormone treatments that were analysed in this study. Expression of StNAC016 and StNAC059 was induced under both, BAP and GA 3 treatments. In Fig. 5 , we showed that StNAC059 is a membrane-bound NAC TF. A membrane-bound, cytokinin-inducible Arabidopsis NAC TF, NTM1 regulates cytokinin signalling during cell division. 18 Similarly, Arabidopsis NTL8 regulates salt-responsive flowering via FLOWERING LOCUS T 15 and mediates salt regulation of seed germination via the GA pathway.
37 NTL8 expression was found to be induced by high salinity, but was unaffected by ABA. Similarly, StNAC059 expression was induced by salt stress (Fig. 7A ), but remained unaffected by ABA treatment (Fig. 7C) . Interestingly, StNAC059 and Arabidopsis NTL8 clustered together in Clade IV (Fig. 5B) , indicating that they also share sequence similarity with each other. StNAC005 was induced only under IAA treatment. Overexpression of its Arabidopsis ortholog, ANAC104/XND1 (AT5G64530), resulted in extreme dwarfism associated with the absence of xylem vessels and little or no expression of tracheary element marker genes. Previously, differentiation of tracheary elements was shown to be enhanced by auxin. 65 In addition, StNAC017, StNAC072, StNAC090 and StNAC101 were found to be highly responsive to ABA. These observations indicate that function of some of the NAC proteins might be conserved among species.
3.8. Validation of expression pattern of StNAC genes using qRT-PCR Expression profiling of members of large gene families using publicly available data (for, e.g. EST, microarray, MPSS and RNA-seq data), followed by validation of the expression pattern of selected genes using qRT- PCR, is a valuable approach, which provides preliminary indications about the function of newly identified genes and often been recently exploited. 7, 8 However, in some instances, data obtained from different methods may differ. Thus, in order to validate the expression pattern of StNAC genes, we have carefully selected few representative StNAC genes with diverse expression patterns and performed qRT-PCR analysis. As shown in Fig. 8 , the qRT-PCR results of (22 of 24) representative StNAC genes in young leaf (YL), old leaf (OL), stem and root tissues of potato were found to be largely in good agreement with the RNA-seq data (Fig. 6) . However, only in case of two genes (StNAC074 and StNAC034), qRT-PCR data differed from the RNA-seq data. These minor differences could be either due to difference in the stage of the plant at which the samples were collected or could be genotype dependent. For example, all the samples for RNA-seq analysis were collected from greenhouse grown plants, except root and shoot tissues, which were collected from in vitro grown plants, 49 whereas, in the present study, all the samples were collected from in vitro raised hardened plantlets grown for 2 months in greenhouse.
In another experiment, we have carried out qRT-PCR analysis of 16 representative StNAC genes under salt (100 mM NaCl), PEG 6000 (10%), heat (428C) and ABA (100 mM) treatments to validate the expression pattern as revealed by RNA-Seq analysis. In addition, cold (48C) and SA (300 mM) treatments were also included as one of the most prominent abiotic stresses and elicitor of the biotic stress response, respectively. The qRT-PCR results under these treatments also corroborate the expression profile as revealed by RNA-seq analysis. For example, expression of StNAC030 was induced after 4 h of salt stress imposition and maintained upto 24 h, whereas its expression was induced after 24 h of heat and ABA treatment (Fig. 9) , corroborating the RNA-seq data (Fig. 7) . Expression of Arabidopsis RD26 orthologs, StNAC072 and StNAC101, was also found to be highly induced by stress and ABA treatments, which is in agreement with the RNA-seq data ( Fig. 7A and C) and previous reports. 20 These results strongly suggest that preliminary expression profiling using publicly available expression data followed by its validation using qRT-PCR provide more reliable expression profile of members of large gene families in less time with reduced expenditure.
Conclusions
The present effort to identify and describe key attributes of uncharacterized NAC TFs in potato genome using high-throughput genome-wide survey, and utilization of available expression data coupled with molecular tools provides foundation of our understanding of their regulatory roles. Our comprehensive genome-wide analysis led to identification of 136 NAC TF proteins encoded by 110 genes in potato. A uniform nomenclature and annotation was provided to the identified genes and proteins, followed by their comparative phylogenetic analysis with Arabidopsis and rice NAC TFs. Phylogenetic analysis led to identification of TNAC subfamily comprising of 36 StNACs. Similar to tobacco, the presence of TNAC subfamily in potato provides further evidence of its existence in Solanaceae plants only. Considering the fact that most of the biological functions played by NAC TFs have been revealed using Arabidopsis NAC genes, we assigned Arabidopsis orthologs to each StNAC protein. The comparative analysis of StNACs with their respective Arabidopsis ortholog helped us to predict the potential functions of several StNAC proteins. The availability of potato transcriptome data generated by the Illumina RNA-seq approach has been exploited as a useful tool for preliminary analysis of gene expression and identified tissue-specific, stress-and hormoneresponsive StNAC genes. Additional experiments through their over-and/or under-expression will help in determining the precise function of these genes. It will also be intriguing to identify and functionally to characterize their promoters, which may be utilized to engineer potato plants with improved performance under stressful conditions, in future. Thus, this analysis provides preliminary indications of putative function of several StNAC genes, which will help in channelizing directional efforts for their functional characterization.
